In the genome science field, decoding whole human genome sequences identifies gene locations. And development of DNA Microarray technology enables us to measure more than 10,000 gene expression levels at once. Integration of gene location and expression information is expected to detect abnormal chromosome regions that cause some diseases. However the integration is difficult because the amount of information to integrate is huge and the definition of abnormal chromosome regions is not clear. To solve this problem, not only mathematical and statistical approach method but also visualization is effective. But the visualization methodology has not fully discussed yet. So we developed the visualization based methodology that integrate the gene location and expression information. We visualize those data as a map, and then applied the gene expression analysis.
Rsign_diff-arm_length_begin 
